CNA analysis of aCGA data obtained from the same tumors. 26 of 27 aberrations detected by expression analysis were also identified by the aCGH analysis (false detection rate of 0.037), demonstrating that expression-based karyotyping can accurately capture the landscape of aneuploidy and large CNAs in breast cancer GEMMs.
Binomial distribution test for recurrence of chromosomal aberrations in each of the 11 GEMMs analyzed. Red dots denote significantly gained regions, and blue dots denote significantly lost regions (Bonferronicorrected p < 0.05). Schematic outlining of the strategy that we applied to the driver-specific CNAs. The candidate genes identified by this strategy are listed in Supplementary Data 9. GEMMs, genetically-engineered mouse models; CNAs, copy number alterations; DEGs, differentially expressed genes; GE, gene expression.
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Supplementary Figure 14: Uncropped western blots
Uncropped scans of western blots displayed in the main Figures
Supplementary The variation analysis between the 11 most common breast cancer GEMMs was performed by a one-way ANOVA on ranks (Kruskal-Wallis) test, followed by a post-hoc Dunn's test to compare each pair of GEMMs. Shown are the Bonferroni corrected p-values for the pair-wise analyses, based either on CNA prevalence (i.e., number of aberrations per sample) or on the proportion of altered genes per sample. Pairwise comparisons revealed statistically-significant differences between low, medium and high DGI models. 
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